
Start crop Point End crop Point

MSA length = 568
CA T A T CGT AGGGAGCA T AA T T CCA T A T A T T CGGGA T A TGCA T T A T T CAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGA TGGT AGCCAACGT T C T T CGAGGACAAGGCACA T AAAGAAGAAGAA T C - - - - - - - - - - - - - - CA T C T CCA T T T T C T CAGT T TGA T C T CA T T A T A T T
CA T A T CGT A T AAACA T TGA T T A T AAGT A T AAACAACGT A T AA T AGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGTGGGACACGACAG - - - - - - - - - - C T TGA TGGT AGCCAA TGT T C T T CGAGGACAAGGT ACA T AAAGAAGAAAGAAGAAAAAA T AAAAAA T CA T A T AA T AACGT CACGT T AGA TGACGT CAC T T -
T - - - - - - - - GAGT TGACAA T T CCCAGT A T T CAGT CAA T - - - CA T T C T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGA TGGT AGCCAACGT T C T T CCAGGACAAGGCACA T AAAGAAGAAGA T T A - - TGC T T A T TGTGT ACCAAGCAAC TGC T T CA T A T AA T CA TGGGT C T T A
CACGT AGCGGGA TGAACAGT T T CAGAGGGT T AGGA TGT - - - T A T A T AAAAAACAA T TGGACAAACACAAC TGA - - - AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA TGGT AGCCAACGT T C T T CGAGGACAAGGCACA T AAAGAAGAAGAAGA - - GGAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - AAGT T AACAA T T T CAAGT ACC T AGGA TGT - - - T A T A TGAACAACAA T TGGACAAACACAAC TGAAA T AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA TG - - - GCCAACGT T C T T CGAGGACAAGACACA T AAAGAAGAAGAAGA - - AGAA T A - AACGT T A T ACA T A T A T ACC T A T T T CGT TGT CA T T T - - - -
CA T A T - A T ACAA T TGT T AGC TGCAAGT ACACGCA T T ACGCC T ACA T AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TGA T CGT AGCCAACGT T C T T CGAGGACAAGGCACA T AAAGAAGAA - - - - - - - - - - - - - AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - AAGT T AACAA T T T CAAGT ACC T AGGA TGT - - - T A T A TGAACAACAA T TGGACAAACACAAC TGAAA T AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA TG - - - GCCAACGT T C T T CGAGGACAAGACACA T AAAGAAGAAGAAGA - - AGAA T A - AACGT T A T ACA T A T A T ACC T A T T T CGT TGT CA T T T - - - -
CA T A T CGT AAAGGT AAAAA T T T CAAGT ACC T AGGA TGT - - - T A T A TGAACAACAA T TGGACAAACACAAC T AAAA T AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA TGGT AGCCAACGT T C T T CGAGGACAAGGCACA T AAAGAAGAAGAAACAAGGAGT AGGAAA T T CAAA T T CACCCCCCAC T A T TGGGA T A T CGAA T A
- - - - - - - - - T AGT CAGCAAGA T CGCGCACCCGAGA TGTGCA T A T A T T T T T - - - - - - - - - - - - - - - - - - A T C T AAAAAAAAACAAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA TGGT AGCCAACGT T C T T CGAGGACAAGGCACA T AAAGAAGAAAAAGA - AGGAA - - AGCGACCC T AGCCAAAACCACAC T T T A T TGA TGA T T T T T A
- - - - - - - - - AAGT T AACAA T T T CAAGT ACC T AGAA TGT - - - T A T A TGAA T AACAA T TGGACAAACACAAC TGAAA T AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - GT TGA TGGT AGT CAACGT T C T T CGAGGACAAGGCACA T AAAGAAGAAGAAGAAAGGAA T T AAA T A TGA T AA T CAC T AA T AAAA TGT AC T AA T ACAA T T T T
CA T A T CGT AAAGT T AACAA T T T CAAGT ACC T A TGA TGT - - - T A T A T AAACAACAA T TGGACAAACACAAC TGAAA T AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA T AGT AGCCAACGT T C T T CGAGGACAAGGCACA T AAA T AA T AAGAAGT A T - - - - T T AAACA T C TGT C T T C TGCC TGGAC T T CGC T T CC T T T CAA T A
- - - - - - - - - GAA TGAACAA T T T CAAGT ACC T AGGA TGT - - - T A T A TGAACAA T AA T TGGACAAACACCAC TGAAA T AAGAA TGAGAA T AGAACCAGC T AG - - - - - - - - - - A T TGA TGGT AGCCAAC T T T T T T CGAGGACAAGGCACA T AAAGAAGAAGAAGACACGAA T T AAAAA TGT T ACGT C TGCCC T CAA T C T AGC T T CAA T T A T T A
T A T A T - - - - A T AA T AAAAA T T T AAAAAAAGCGGA T T T TGCAC T AA TGAACAACAA T TGGACAAACACAAC TGAAA T AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA TGGT AGCCAAAGT T C T T CGAGGACAAGGCACA T AAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - TGCAA T T CAACGA TGT T T T T - -
T A T A T - - - - A T AA T AAAAA T T T AAAAAAAGCGGA T T T TGCAC T AA TGAACAACAA T TGGACAAACACAAC TGAAA T AAGAA TGAGAA T AGAACAAGC T AG - - - - - - - - - - A T TGA TGGT AGCCAAAGT T C T T CGAGGACAAGGCACA T AAAGAAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - TGCAA T T CAACGA TGT T T T T - -
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 size: 568bp; fragments: 200; full length: 39 (>=511.2bp)
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No TE domain detected

After TEtrimmer 568 bp
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 size: 868bp; fragments: 183; full length: 0 (>=781.2bp)
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TE: rnd_5_family_1214

 size: 332bp; fragments: 137; full length: 60 (>=298.8bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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